: Programs and eluents a used for the isocratic and gradient separation of oligosaccharide products by HPLC .
a Eluent reservoirs A, B, and C contain ultrapure water, 1 M sodium hydroxide (NaOH), and 0.5 M sodium acetate (NaOAc), respectively. b The mixtures are balanced to 100% with water from A. The flow rate for each program was 0.5 mL/min. c Profiles correspond to Dionex Chromeleon software gradient curve profiles. Curves 1-4 are convex upward, curve 5 is linear, and curves 6-9 are concave upward.
Program
Time(min) b %A %B %C Profile Table S3 . Root mean square deviation (RMSD) scores for the alignment of the C-trace of the PtEG16 models generated from M4T, Phyre2, and CS23D and experimental crystal structures for licheninase (PDB ID: 2ayh, chain A) and PttXET16-34 (PttXET16A, PDB ID: 2uwa, chain A). Figure S6 . Observation of oligosaccharide transglycosylation products of PtEG16 after extending incubation times by high-performance anion-exchange chromatography with pulsed amperometric detection (HPAEC-PAD). (A) Products from XXXGXXXG (XXXG 2 ), showing the low-level formation of XXXG [3] [4] [5] (trimer through pentamer of the XXXG oligosaccharide repeat) in addition to the predominating hydrolysis product XXXG. Standard xyloglucan oligosaccharide nomenclature is used (1). (B) Products from cellotetraose (C4, i.e., Glc 4 ), indicating formation of cellohexaose (C6, i.e., Glc 6 ) and higher oligosaccharides (C7-C11, i.e., Glc 7 -Glc 11 ) still soluble in the strongly basic eluent. Figure S7 . Initial-rate kinetic data for product formation from cellopentaose (A) and cellotetraose (B) catalyzed by PtEG16. Initial rates of production of Glc 2 (filled circles), Glc 3 (triangles), Glc 4 (inverted triangles), Glc 6 (half-filled circles, only observed from cellotetraose), and Glc 7 (stars, only observed from cellopentaose, existence estimated from retention time in the absence of a standard sample) Figures 1 and 6 ). The images are oriented with the positive enzyme subsites (6) to the right, relative to the conserved GH16 catalytic residues (7) of the M4T model (cf. Figures  5 & 6) . Sidechains are shown in CPK coloring.
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